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Table 2: loci targeted through bibliographic research for the allele diversity analysis
Number Main function Genes Product
1 Biofilm pssABCDE Exopolysaccharide operon
2 Biofilm pssZ Exopolysaccharides glycohydrolase
3 Biofilm actA Aggregation factor
4 Biofilm lmo0673-0718 Flagellar operon
5 Biofilm recO DNA gap repare protein
6 Biofilm bapL Peptidoglycane associated protein
7 Biofilm lmo2504 Endopepetidase - nucletidic segregation
8 Biofilm luxS Quorum sensing AI2 biosynthesis protein
9 Biofilm lmo1746 ABC permease transporter - export quorum sensing signal AI2
10 Resistance to desinfectant Tn6188 Transposable element - efflux pump
11 Cold adaptation cspA RNA chaperon protein
12 Cold adaptation cspB RNA chaperon protein
13 Cold adaptation cspD Replication inhibitor
14 Cold adaptation lmo1078 UDP-glucose phosphorilase
Conclusion
This study is a bioinformatics and statistical challenge, with regard to the amount of data generated by 
WGS and the complex genetic background that drives persistence.
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Although pork is considered an important source of Salmonella infections, the introduction of control 
programs in pig farms are not obligatory in the EU. To resolve current epidemiological situation, monitoring of 
pig farms was introduced in Poland in 2014. The paper reports the first year outputs of the survey. Sampling 
plan targeted breading and fattening herds (150 each) located in all regions of the country, proportionally 
to number and size of the farms. Convenience sampling of each herd included: 1) a pair of boots swabs 
taken during sampling of 2) dust and 3) slurry swabs. Samples were tested according to ISO 6579:2003/
A1:2006 followed by serotyping according to White-Kauffman-Le Minor scheme. Salmonella were found in 
50 out of 281 herds: 21 out of 147 breeding (14,3%) and 29 of 134 (21,6%) fattening herds. Positive results 
were more frequently noted in the herds: 1) located in the region with the highest density of pig farms, 2) 
originating from the biggest farms (≥5000 fatteners or ≥500 saws), 3) fed with commercial feeds, 4) with high 
health status, and 5) with AI/AO procedure. Irrelevant for Salmonella occurrence were: herd production type, 
previous record of salmonellosis, and antimicrobial usage. The pathogen was isolated from all three tested 
samples in seven herds. Two and single sample were positive in, respectively, 10 and 33 herds. Of 14 serovars 
noted, seven were found in breeding herds and 12 in fatteners. Two farms were contaminated with two 
serovars. Monophasic Salmonella Typhimurium was the most common serovar found in 32 samples and 21 
herds, followed by S. Derby (9 herds) and S. Typhimurium (7 herds). The study revealed higher than expected 
frequency of Salmonella contamination of pig farms caused by diverse serovars of public health relevance. 
Some surprising risk factors will be further investigated.
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